[Modeling evolution of regulatory signals for gene expression in bacteria].
A model of evolution of a regulatory signal along the phylogenetic tree of species taking into account the secondary RNA structure is suggested. Based on this model, an algorithm is presented. It inputs the extant primary structure of a signal for the leaves of the phylogenetic tree and computes the primary and secondary structures of all the nodes. Another result of the algorithm is a multiple alignment of extant sites of a regulatory signal taking into account the secondary structure of the signal. The algorithm ha s been implemented and successfully tested on biological data representing three types of regulation in bacteria.